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Class Il motif 1
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Teruzi- - --=- === ===« -- LD F TAKTF EEYPJAPIVLESEEL Y I TEQMEN T b HRV REJEMITH] S L a
S. cerevisiae- - - = = = = = = = = = = = = = - - - IEs L LFRKEKH VTIPITPAVFELREILA SKLIYN D[] ELC Ri4D AT NP v I
M. musculus- - = = = = = = = = = = = = = - - - - VED I CFKRH EVIPITIIVFELKETLT SKLIY¥D D [o) ELL RrRE4D A TRY P L I
D. melanogaster- - - - - - - - - - - - - - - - - - - VLD I VFKRH EAIPDITRAVFELEREV LT SKLI¥D D [+ EIL rRA4D Y T NVA P L I
A. thaliana- - - - - - - - ------- - - - - LEN F VSRLY EEVPIYPAVLETEALFI RDGILEC D | RRV RiJEMTRLS v L
C.elegans- - - = - = = = = = = = = = - - - - - L viLoe Vv TENRY ETIPITRIVFELRDV LM GKLVYD D[] ELL R4 DA TR P L I
S.cerevisiGgeTNDILFDNSVPTSTPFANIL MTE V IFRKEH IENPIABPIPRIFPEREAGPT TQNVYE D ks TVEL obdp A Thdr L s
Klactiss SDILFDLSRSDTTPFLQLL M¥D V IFRRE IENPIERIPIIFPRADPT TQNVYE p K3 SVEL obdp A Thdp L s
A goSSypiiS NDILFDNSQNTATPFSQLL MEE V VERRE IENPIEPJPIIFPRADTF SQNVYE p K} SVEL obdp AT L s
L. thermotoleransST ND I LFDNHKVFSTPFNQLL MME I IFKRH IENPIEFJJPMIFPERKA pv TQNVYE D s SVL ob4o A T B9 T s
V.polysporaT ND IFYDNSKPLSTPFGQIL MIQ WV IFRKH VENRIEPIPRIFPERKAPI NQNVYE bl K TVL Q4D pA T B L s
Z rouxiTNDILFDNSPPQSTPFGQIL MLE L LFREKH VANRIERIP S IFPKAPTI TQNVYE b] TVL Qb4 D kA4 T B4 L s
C.glabrataT ND ILYDNNKQVTTKFAQIL MTE V IFRKH VENRIGRIPRIFPRAPI TQNVYE D |4 TV L [y L Ed ¥ L N
| | |
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Class Il motif 2 | | Class llainsertion domain
T cruzimy s - 1TRGRREIE N I ---V slv AEVEL AR W s L- S DV SREK QTVVE et prRFaA [PEv iIFPpEIME -
S. cerevisiaeR ¥ B P MTRGRMEIE D v --TF SM PDSEC ILME s I- - DF HRK DGIFQ GVK EDVR fds saVPEALD -
M. musculus R ¥ P MTRGRYJIE D I --QF PM PDAEC IM E s I - NF DRR DGMFA GVP SKFR pdC s s VDPERYL
D. melanogaster R ¥ E P MTEKGRYJE D I --TY PM PDAEC IV E T I- - DY HRQ DGMFQ GVP DSFR pdC sSAVDEEJLD -
A. thalianaW F a - MTRGRREIE N I ---V QV AEAEL s IMT R I- A DV S REK QELLK GV¥WP DLFG QMICIIIPRYIE -
C. elegansR ¥ Q P MSRGRYPIE D I --QY LM PELSV I L4 s N L- - SF TVL EGMFA GIP KDFEK pdcC s s VDPEILD -
S. cerevisiae® ¥ R H RSSLEPRIK D I K5sSS SG YDAES II E v VF K NA HAD DSVFEN NID AQRP RASRILENAVIGF
K. lactis® ¥ R S HSSTEPRIK D I NSST Sa HDAEC VV E v VF K NT HAN ESVED NID AQRP jASRMLEE]IVIGY
A. gossypii @ ¥ R @ HGSVEPEIR D I GSSA SA YDAES IIQIE v VF K NT HAD ESVEN NID AQRP fdsrRMLEN]VETF
L. thermotolerans/®@ ¥ R H QPSTEPJIR D I PPNS TP YDAES VIDIE a8 VF N NT HAD DGVEN NID AQRS A4S HMLEN]LGTF
V. polysporal@ ¥ R N KSTLEPEIK D I QTSS SP HDAET II E v VF K NT HSD ESIFN SID AQRS MSQMLENIVGF
Z. rouxii@ F R H KSSLEPRK D I S5SS8SA SP YEAES IIMME Q IF K NT HAD ESVFEN SID AQRS pds HMLEN]VEF
C. glabratal@ Y R N KsSsLEPER D I TSSS SIS YDAES IZIIZ E v valz K NT HAD DNVFliI N ID AQREI’ Mds R LILEEYI G F
1130 A P H 1140 1150 1160 1170 1180 1190 1200 1210
A H
N1295D
Class lla insertion domain HisA
TcruzikR P EEVEAQL-AVLGL PTVVDAIT ---------- s KsIDEfda------ EAVKELRQF E YGY VLEDASVVY LA -z
S.cerevisipe K P EAVKKEMTEEEKGQ EETADKIG ---Y---VEKL S KEIHEA|/LSADANI QEGLDDIATL E FDI ISFDLSLA LD i
M. musculusk S EEVENEMVGEEKGL PEVADRIG ---Y---VQgQ G SLVEQU/L-QDPEKL EGLEDLKLL I FGI ISFDLSLA L D v
D. melanogaster k. P ADVRRKEMVDEKGL EAAADRIG ---Y---VRL G ELVEQU/L-ANEKL KGLEGMEQL s FeGL VSFDLISLA LD v
A.thaliana®k P DEIKKEL-GFTGI EDAIEQLL - --------- S KSLDDJAE - - - - - - EAIADLEKQL E FGY IQFDASVYV LAa I
C.elegansgk P EDVEQEMINERFL KEQTGRLG LVRFESSIAI I NFLEKHH-NLPDL KGAEELEKVL N DGV VRYEPSL LD a
S.cerevisisteAa S KEVENELKAQLNI STALNDLE ---FDFRLDF A2 KRLEK/MIDSPHL DSLISHISKYV K LEV VVISPLS S A I
Klactis6 A KDLEKIDLRSQLNI STSLNDLE ---FDFRSDL S KRLSKW/WLVDSPYL EAFEYVSKYV K LGV VVISPILS N ¢ I
A gossypiia S KDVETELKAQLNI STSLNDLE ---FDFEKVDF A KRLNKW/MIDSPHL ESLISYIFKV K LGV VVVSPILS S A I
L. thermotolerans2 T KDVENELKSVLNI STSLNDLE ---FDFRLDF A2 KRLQK\/MMDSPFL ESLIQYISKYV K LKV ITIICPTIS WG I
V.polysporaa s KDIKNDLKTQLNI STSLNDLE ---FDFERLDF A NRLHK|/MIDSPEL ESLLYITEKYV K FEV VVISPLS Sa I
ZrouxiT T KEAKSELKSQLNI STSLNDLE ---FDFRLDF A KRLHEK|/MVDSPYL ESLLHISKYV K LDV VIIAPLC 5 G I
C.glabratanz s REIRAELKSQLNTI fTALNDLE ———F]IZ)FKLDF a IiRL KMIDSfYL E LIEISKV K LEV Iv?sp s ElA I
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HisB | | Class Il motif 3
T

TCUZINFEGEF = - - = = = == = === ===~ EG A-1L GG ] A TTYGS - IP- FIGFGDC V L QEK Lef@--------------
S.cerevisiagelTI YEVV SASAPPENASELKKKAKSAEDA EF GSI GG bl MAVINMF s E GK ST ISF@GVE F L KQR sslp- - - oo -0
M. musculus T YEAV - ------------- LQMPTQAG EP GSI GG M BAVIGMF D - GR VP - LSIGVE F I EQR ASIE - - - - — - - - - - - __

D. melanogaster T YEGV KGESATV-ASPAKTSQQNGEQA EP G SV GG b PAVGMF D - GEK VP- VSIGVE F Vv EAR ASIB------ - - -~
A.thalianaVEE GE - - - ===~ == -~ =---=-=-=-~---- KG A-1I GG ] PALSTY G - GD FP- FGFGDA V L KEK LPE--------------
C.elegans YEBAV ----- PK-ALEGTAVENSEDTA QP GsSvV GG b] AV KM F D - KA VP - VISFGIE F I EAR VALl - - == = = - = 0 - 0 o - <
S.cerevisigeMFHAV - — — — — — — - — — - — - - - - — - - - - _ DG NMI GG i I sFF2AR GK SSsSN FNLAWE F I QNY LASGNRIKKRNRFLEKDT

K lactiSMEQ SV - - - - - - - - === == -===- -~ N G SLI GG bl BAI(SsLIAR GG LNH FNLAWE F I KNY LABGGRTNKKFTEKSIKVG
A.QOSSYpiiMFQATI - ---=------------------ e SLL GG ] FAT(sYIAR GG IKH FNLAWD Y I QNY LAS|GKQTKNRSRFLREN

L. thermotolerans M FIQ AT - - = = = = = = = = = = = = — = = = = - - - DD SLI GG ] MAIsLIAR GG INN FNLAWE L V QNY LATIGKSTKKRSSLMEKDYV
V. polyspora Y @ AV - = = = = = = = = = == - - = - - ----- DG NLV GG ] AT SYF AR DE SNI FNLAWE F V QNF LGEBGSKLEKRNKYLEKDT

Z rouxiiMFQAV - - - - == === === === =-=-=-=-=---- s 6 SLV GG ] BAI SYF SR GD SHN FNLAWE F I @QNY LASGNRVEKRNEKFIRDEK
C. glabrata M F Sf —————————————————————— DG NL} G G ] PAISYFAR GRISST ]:I' LAWE F II QsY LA EiNRTKKRKEFLKDV
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Anticodon binding site

'I'.cruzi————IPII VDD ipE-D---- MR vV R DAGR & - I -vMgoar fIN-p vena AVLVAP GE------- v v G
S.CefeViSiae——TIKP TQV MA GGGKDW YL v K DA I A - v NP KQF Yy - E AGC AVILGEK GK------- L v A
M. musculus - EX VR T TQV AS-AQ---- LL LV S DAGI A- L KLLNQL M-E aAcGI VAIIGE cMl------- [« L E

D. melanogaster - LKL R T VEV AS-AH---- L H v N DAGV A- s RLBVvQL d-E HQTI VVVLGD GL------- K« L E
A. thaliana- - - - L G VEN CAL-D--- - LQ VAT DKGQ V- v -LEKWVF IN-A VNA LVLVGK G8------- v Vv Q
C.elegans- - - -R T TEV AS-aQ---- LV L X SABT GL a KLLTSI (LR DRI CYCYYE sf=------- vV a Q
S. cerevisiaea VD W K P cCDV SSESN--- - LD I N KQNI &a- L -viDpVvVv I\- 0 DI ILLIKQ TNHKRKYKPL I D

K. lactisN NEWEK P CEV SSESN---- LN v s KAGI &A- v -VIEDVI V-9 DGV IVLIKQ ANTKREKYKPL I D
A.gOSSypiiAIEWKP cCDI A S SD---- LN I N KL T v - v -V DVI rN- Q DGC ITLIKQ & HKREKYKPL I D

L. thermotolerans? L. E W K P CEV SSESK--- - LN T N KAGTI A- v -vDDVvVVv V-9 DGV ITLIKGQ PENKREKYKPL V D
V. polyspora® v D W K P cCDV SSESN--- - LN I N KKGI A- L -IEDVYV I\-¢ DpevV IILVEKQ TGHNRKFKPL V D

Z rouxijALDWRP cCDV S C SN---- LN I N KN I T - L -V DwvVvvVv Y- Q DGV ITILIKQ P HKREKYKPL v D
C.glabrataSIDWKPI cCDV s s it;n———— FD II N KN :E a- L I—v DVV —ansv IVI.IIi{Q N QIFRKYKPL v D
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Anticodon binding site

T CruzilRIE - - = = = = = = = & o o o o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e mm oo G AE
S cerevisiagePDDGELVSAADIVPIVQERLSQ=- === - = = = = = = = 0 0 & 0 0 0 0 0 0 oo oo mmmm oo - oo o m - s s - - - - o - - - - - - - - - - - - - - - - - - o IHED LN
M. musculusi¥D = = = = VQREDLY = = = = = = = = = = = = = = = = = & = o & o o o o oo oo o o o o o o o o o o o o o o o o o o o o o o o o o oo o oo oo - o - - - - E RR

D. melanogaster/E N = = = = VELED LA - = = = = = = = = = = = = = = = = - - o o o - o o oo o o s o oo o o o oo o o o o o o o o oo o — o - o — - o - - —-- - --- - E RR
A thalianaElQ - — = ~VELSDLE - - — — = — = = = = = = = = = = = = — = — = = = = = = = & = o o o o o o o o o o o o o o o o o o o o o o o — o m o — o —— - - - - - - - - __B_
C.elegansT - - - - - IKLDQLITAVR -~ - - = = = = = = = = o o o o oo o o o o o o o o o o o o oo o s - s s s o o s s s s s s s s s s s s s s s s — s s s m—m—— s ———— - - p T
S.cerevisigelID - - - - LDLDEFLTLYQQETGNKSLIND---SLTLGDRKADEFKRWDENSSAGSSQEGDIDDVVAGSTNNQKVIYVPNMATRSK-KANKREKWVYED AR

KlactisAD----MDIDEFLSLYE-DSFNREANNDLPMKDDFFSEHDDRNEKWDDNSSQERSQDGESDTISAAG--PQKVIFIPNPATRAKGKPSKKDKWVFEE AR
A gossypii¥|D - - - -MDLDEFIQLYQQETGIRSTAEILP-SSENSQIEEGTSKWEEFSSADGSQDGGSGIAPIG---QQRKVVHIPNNSARAKARQNEKRKDKWVFEE AR

[_,thermoto[erans D----LDFDEFLAIYQQEAESKFISSDFPQILESNPVSPDDKRWEDFTSTEESQDGASDTSAIGET-AQEKEVVYIPNMATRAK-KSNEEKDEKWVY D AR
V.polysporaE|D - - - -MDLDEFFTIYQHDTEGIPFVKD---KLSSIE-LDDSKHWDDISSASSSQGGDLDEGLNYLS-RQKIVYVPNQATRSK-KSNKRDKWVYEE AR

ZrouxilID----LDLDEFLHLYHQERQPKHLNDK---MLGPVDAVEDSKKVDDGSSAGSSRESDEDAVPSST--NQKVVFVPNPATRSK-KLSKREKWVYED AR
C.glabrata¥p - - - - VT LEEFLVLYRQETTRKLGVEN---QLLASEKYEETKRWDDGSSAGSSQEDDNDEPLNGNA-NREITYVPNMATRSK-KASKRERWVY[ED AR
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